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Figure 1A 

1 CAAGCACTGTGCTAAAGTGTTTTTCATATGTCATGAAAAGTTGTGCCAGAAAATTATGGT 60 

61 TTGAACATGGGCAGTTTTCTCCTACCGTCAGCTATATCCACAAGCATCACATGAAGTGGA 120 

,,-'121 GATCTGGCAGCTCTGTGTATTTCAGTCAAGTTCCACAATGAAACCTGACAATAATGGTAA 180 

181 AAACCAATACGGACATCTGAGTAACTGGGGAATTGGCCTGCCTTGCATGTGAGCTTGATG 240 

241 GAAGATTGGATATAGACGAGTTGATTATATTTTATGAAGTAGCAGCTCACTACC ATCCAC 3 00 

301 CATCCAGGGTTTAAACTACTTTTTCAGCATCACTTCACCTGTGGACTCTTATACATTTTG 360 

361 ATTTCTTGGGGGAAAAATACTGGGATAAGAGGAGGTCATTTTTTAATAAGTTAGCATCCT 420 

m 

oo ...... 

j~ 421 TTTCCCTTTCTTACAAGTTGATCCAAAGGATAAGGCTGTGACTCCATTGGATTGCACCTT 480 

481 TAAATCAAAATAGCAGCAGCAGAAGAAAGGGACAATGGCTCTGAGTGGAAACTGTAGTCG 54C 

i MALSGNCSR 9 

fy 

f ...... 

□ 541 TTATTATCCTCGAGAACAAGGGTCCGCAGTTCCCAACTCCTTCCCTGAGGTGGTAGAGCT 600 

f|J 10 YYPREQGSAVPNSFP E V V E L 2 9 

601 GAATGTCGGGGGTCAAGTTTATTTTACTCGCCATTCCACATTGATAAGCATCCCTCATTC 660 

30 NVGGOVYFTRH STLI S I PHS 49 

661 CCTCCTGTGGAAAATGTTTTCCCCAAAGAGAGACACGGCTAATGATCTAGCCAAGGACTC 720 

50 L L W K M F _S P__K RD TAND LAKDS 69 

721 CAAGGGAAGGTTTTTCATTGACAGAGATGGATTCTTGTTCCGTTATATTCTGGACTATCT 7 80 

70 KGR FFI DRDGFL FRYILD YL 89 

781 CAGGGACAGGCAGGTGGTCCTGCCTGATCACTTTCCAGAAAAAGGAAGACTGAAAAGGGA 840 

90 RDR OVVLPDH.FPEKGRLKRE 109 

841 AGCTGAATACTTCCAGCTCCCAGACTTGGTCAAACTCCTGACCCCCGATGAAATCAAGCA 900 

110 AEYFOLPDLVKLLTP DEI K Q 129 

901 AAGCCCAGATGAATTCTGCCACAGTGACTTTGAAGATGCCTCCCAAGGAAGCGACACAAG 960 

130 SPDEFCHSDFEDASQGSDTR 149 

961 AATCTGCCCCCCTTCCTCCCTGCTCCCTGCCGACCGCAAGTGGGGTTTCATTACTGTGGG 1020 

150 ICPPSSLLPADRKWGFITVG 169 



1381 TTGCTGCTGCAAGAATGGCAAAGGTGACAAAGAAGGGGAGAGCGGCACGTCTTGCAATGA 1440 
290 CCCKNGKGDKEGESGTSCND 309 
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Figure IB 

1021 TTACAGAGGATCCTGCACCTTGGGC AGAGAGGGACAGGC AGATGCC AAGTTTCGGAGAGT 1080 

170 YRGSCTLGREGQADAKFRRV 189 

1081 TCCCCGGATTTTGGTTTGTGGAAGGATTTCCTTGGCAAAAGAAGTCTTTGGAGAAACTTT 1140 

190 PRILVCGRISLAKEVFGETL 209 

1141 GAATGAAAGCAGAGACCCTGATCGAGCCCC AGAAAGATACACCTCCAGATTTTATCTC AA 1200 

210 NESRDPDRAP. ERYTSRFYLK 229 

1201 ATTC AAGCACCTGGAAAGGGCTTTTGATATGTTGTCAGAGTGTGGATTCC AC ATGGTGGC 1260 

230 FKHLERAFDMLSE C G F H M V A 249 

j* 

m ...... 

5f 1261 CTGTAACTCATCGGTGACAGCATCTTTCATCAACCAATATACAGATGACAAGATCTGGTC 132 0 

l - J 250 C N S S V T A S FINQYTDDKIWS 2 69 

in 

m ...... 

iU 1321 AAGCTACACTGAATATGTCTTCTACCGTGAGCCTTCCAGATGGTCACCCTCACACTGCGA 1380 

|Tj 270 SYTEYVFYREPSRWSPSHCD 289 

■P 

o 

flj 

j= 1441 CCTCTCCACATCTAGCTGCGACAGCCAGTCTGAGGCCAGCTCTCCCCAGGAGACGGTCAT 1500 

p 310 LSTSSCDSQSEASSPQETVI 329 

ry 

1501 CTGTGGTCCCGTGACACGCCAGACCAACATCCAGACTCTGGACCGTCCCATCAAGAAGGG 1560 

330 CGPVTRQTNIQTLDRPIKKG 349 

1561 CCCTGTCCAGCTGATCCAACAGTC AGAGATGCGGCGGAAAAGCGACTTACTCCGGATTCT 162 0 

350 PVQLIQQSEMRRKSDLLRIL 369 

1621 GACTTCAGGCTCCAGGGAATCGAACATGAGCAGCAAAAAAAAAGCTGTTAAAGAAAAGCT 1680 

370 TSGSRESNMSSKKKAVKEKL 389 

1681 CTCAATTGAGGAGGAGCTGGAGAAATGTATCCAGGATTTCCTAAAAAAAAAAATTCCAGA 1740 

390 SIEEELEKCIQDFL KKKIPD 409 

1741 TCGGTTTCCTGAGAGAAAACATCCTTGGCAATCTGAACTTTTAAGGAAGTATCATCTATA 1800 

410 RFPERKHPWQSELLRKYHL 428 

1801 AGGGAGGGCTGGGGGCGGGGAAAAAAAAAAAAAAGAGTCATTTTGAAATTAACCTCATAA 1860 

1861 AAGGAATTCATATTTTAAAGGAAAAAAATACAACTAATGATGCACATTTCTTAGAACACA 1920 

1921 ATAGTCCATTGATATACTACTGCCTACTTTACCTAGTTCACCTTAACATGTAAATCCACA 1980 



o 
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Figure 1C 

1981 GGGTAGATTTCTTTCTAGATGTGGAAGTACAAGAAAATCTTTTTTAGTTATTTGTTTGTT 2040 

2041 TACTTCGTCCC ATGTGCTAACTATCTTATATATAATGAGAGCCAGCTACGTAAAAGTAGC 2100 

2101 TGAGAGGCCTTGGGAGTCATTTATCCCAAACTGGGTTTTTTCTCTCATCCTTCTACCTCC 2160 

2161 CTCCTTTGAATGAGGGTATGGTAGAAAAAGATCTGGCCCAATGGCATAAGTTTGGAATTT 2220 

2221 TTAATTTTGGTTTTTCCTTTTGTTTATGGGGTTGGGGGGAATGGCAGATTTATATGACTT 2280 



O 

u 

m 
m 
m 

O 2401 CCAAGGGCTGTGCTCCTGCTCCCAGCAGCCCTCTCTTAGAATATTTCAGATGGATGAGCT 2460 



2281 TTCACTCAAATCTATATGTGCCAGTTTATATTGACTCCGTATGCATGAGTATTTGTGCAA 2340 



2341 CACAAGCACAACTAAGTATGTATATACACATGACGC ACACGATGCC AGGGCCTAGACCTC 2400 



2461 TCTGACTCTTTCTTAAAATTCTTTTGGGAAGATTTCCCAGCCTTTCTTCACAACACTTTC 2 520 



2521 TAACATCAAATGACTCTCATCATCAACAAATTGTATTCCTTATTGTGAAATTAATACCCT 2580 



Q ...... 

RJ 2581 CAGGCTCCATTTTACTGCTTTGCTCTTTGTCTGCATTAAGAGAGGATGAGGAGAGCTGGT 2640 

2641 CAAACATTCCTTGTGTTAAAAAAATCAAACATTCATATCCACAAAATTTTCTGCTAAATG 2700 

2701 ACTCCACACTCAGCCTTCTCTACCCTGAACTGAATTATCACCCTTTTCTCCATGTTTTCA 2760 

2761 GAGTTCTTACTGCCCACAGTTTAATGGTGTGGCCTTTCCACATAATCCACATTAAGTTCT 2 820 

2821 GTGTTCCTGTGTTGTTGTGGAACTAAGGAC AACACACAGTACTTGAATAAGGGTCCGGCC 2880 

2881 TTTTGTTTGTTTTAGAGAAAGTTGTATTCCACACACAACCTAATAATTTCTTATAAAAAT 2 940 



3001 CGGGCTTTGGCTGTGCCCATGCTAGGATTTAGCTGTGTC ATTTTTATGATGTCTGTAACA 3060 



3061 ACCCAACAAGGTAACTGAAGCTCCAGAGTTAAGGTTTCAGATTTCTAAATGAAACTATCT 312 0 



3121 TTTTCAATTACATCCTGACTTGTATAGACACAGCCAAAAAGAAACTGTTAATAGCCATCC 3180 
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Figure ID 

3181 GTCCATGTAACTCTGTATTTTACTAAGGTACCAATAGCTCTTTCATAGACTTGTGCTACA 3240 
3241 AGAAGGTTAAAAGACCAGTTTTATTTTCAGCATTCCTCATGCATTTCAGTGGTAACCAAA 3300 
3301 AAATAATTTGTCAATTAATAGTTGTGTGCCAAGCACTCCTAATTTGTTTTATTGCGTGTG 3360 
3361 TGTGCATGTGTGTATGTGTATCACAGGTAATAAAGGCAATTGGATGATTAAAAAAAAAAA 342 0 
3421 AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 3468 
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Figure 2A 
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1 ) MALSGNCSRYYPREQGSAVPNSgP^VELNj^QggFTRHigjli 



-MTSMEjPVIjTLNgBglTMBTTiliR§niMSK' 



- MDNGDWGYMgT§P VTL: 



100 

LLWKMFS P - - KRDTANDBAKDSKGREl3l iBnSg! FlJ3RHltiDyiiRlDRO 

|LL|e|fG lGRDS§AgDSKGRYSi {S2iE VLgRBlBDFiggDKA 

|LL|N|ASGSLSEDEQAN^^LPgGTL^V^^PLj3A§vHHF[23TDK 

MLlAMFGG D--FPgA§DPgGNY|§I^^PL|gRB^3NF[23TSE 

RfGRgFDG T-EPI@LDSLKQHY|l[iJ2jgQSSRQlS3NF[23TSK 



101 

§ vl Eb h S pekg: 

^EGgpERQRjjL^ 

"Ievai 8 



|FQLPDLV|KLLTPDllKQSPDEFCHSDFEDAS 

f|ltam!ecBrse|dar- - 

;.ler|stllsna|sis-prpr 

:p|1qclndp|ply 

LLESgDjg^YTLfjYlj^K^FQLQP^LEgERV^QDR 

151 200 
QGSDTRICPPSSLLP|DRKWGFIT§GYRGgCTLGgEGQAD|KFR^PRIL 

P p gcitSgyrg|fqf ;kl si ai^ kfi ijsrii 

TANGYNT I TggAETGGY I TLGYRG@F AFGf^GQ AD§KFRE |H R I L 

PMDTFEEV|EL|STR§LSKY^PVAvSlTgLllTTK 

E2GRFSRPCECLVVRV|PDLGglTLlG|KSLiEgVgi 

201 250 
VCGR|sggEVFpETLNESRDPDR-APiRYjSRFYLKFK|lLEFjFDMLSE 
VCGR§AQC|EVF||TLNESRDPDHGGT|RY|SRFFLKHC|lEQ|FgNLHD 
VCGRgT|c|EVF^TLNESRDPGG--PgDG| 

vh|lgegi^yf^wnkhmmd|rd cqv|ftfgpcdy|qfa^lgvhlm 

peigdvmcj^vi^wnhdst|vir fplngychl|svq§l|rlqq 

251 300 

CG|h|V§CNS SVTASF IN QYTDgKI WS S YTEYVFYR|PSRWS PSH 

HG|RgAGSCGSGTAGSAAEPKPGVDTEgNRWNHYNEFVFIR| 



EYgTKQGFTIRNTRVHHMSERANENTV§HNWTFCRLARKTD§ 

RGiE|VGSCGGGgDSSQFSEYVLRREL|RTPRVPSVIRIKQlPL-- 
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Figure 2B 
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Figure 4. 



Protein 


Genbank ID 


Identities 


Similarities 


Human potassium channel 
K+Hnov28 


gi|Y34129 


31% 


41% 


Drosophila CGI 0830 protein 


gi|AAF55820.1 


52% 


66% 


Caenorhabditis K+ channel 
tetramerisation domain 


gi|CAA20329.1 


42% 


51% 


Human potassium channel 
K+Hnov27 


gi|Y34125 


32% 


41% 



